e Escherichia coli AI27 is a putatively commensal strain isolated from feces of a pig. Here we report the draft genome sequence of E. coli AI27. This is the first porcine strain in the phylogenetic group B1 whose genome sequence has been determined.
C
haracterization of the evolutionary processes underlying pathotypic diversification of Escherichia coli has been enabled by the availability of multiple genome sequences from pathogenic and commensal strains from humans (3, 14, 16, 18) . Animals are reservoirs of huge genetic diversity of E. coli (1) , and E. coli populations in animals are not genetically distinguishable from those in humans (5) . In this respect, it seems necessary to include E. coli strains that originated in animals in the comparative genomics of E. coli to reconstruct a more integrated model of the genomic evolution of E. coli. Pigs were shown to harbor all major phylogenetic groups of E. coli (2, 6) . Currently, genome-sequenced porcine E. coli strains consist of strains in phylogenetic groups A, B2, and D1. We present here a newly sequenced draft genome of strain AI27 (ϭ KACC 16631), a putatively commensal E. coli strain which was isolated from porcine feces and belongs to phylogenetic group B1.
The genome sequence of E. coli strain AI27 was determined by sequencing of two whole-genome shotgun libraries. A single-end library was sequenced by Illumina Genome Analyzer IIx system, yielding 14,479,503 reads with 101-bp uniform read length. A paired-end library with 8-kb insert size was sequenced by Roche 454 Genome Sequencer (GS) FLX system, yielding 126,486 reads with a mean read length of 428 bp. The resultant sequences were assembled using the CLC Genomics Workbench 5.1 (CLCbio) and GS assembler 2.6 (Roche). The resulting draft genome consisted of 262 contigs (Ͼ500 bp, 304-fold coverage on average) with a total length of 4,901,168 bp and GϩC content of 50.74%. Genes encoding rRNAs and tRNAs were annotated using HMMER 3.0 (9) and tRNAscan-SE (13), respectively. The taxonomical identification was carried out using EzTaxon-e database (11) (http: //eztaxon-e.ezbiocloud.net) with 16S rRNA genes. Protein-coding sequences were predicted by Glimmer 3 (7), and the predicted amino acid sequences were subjected to the BLASTp search against Clusters of Orthologous Groups (COG) (17) and SEED (8) databases for functional annotation. The core genome of 320 genomes of E. coli strains available in GenBank database was determined by applying bidirectional best-hit principle to allagainst-all BLASTn of protein-coding nucleotides for each pair of genomes (4) . Phylogenetic analysis using approximately maximum likelihood approach (15) was performed on 859-kb supermatrix of core genome alignment.
Phylogenetic analysis placed E. coli AI27 strain in phylogenetic group B1, clustered with a human commensal strain (IAI1) and a bovine Shiga toxin-producing E. coli (STEC) strain (5.0588). On the basis of comparative genomic analyses, several genomic islands that have functional annotations related to a phage, plasmid, or insertion element were exclusively found in strain AI27. A subset of these regions that were absent in most group B1 strains coded for extraintestinal pathogenic E. coli (ExPEC) type virulence factors (i.e., aerobactin, hemolysin, temperature-sensitive hemagglutinin, colicin V, and type I secretory system) (10, 12) and showed the highest relative sequence similarity to ExPEC strains. The ExPEC-related features make this putatively commensal's genome unusual among other sequenced genomes of the B1 group and contribute to its value as a reference genome in future pathogenomic studies of E. coli.
Nucleotide sequence accession number. The genome sequence was deposited in GenBank under accession number AJPQ00000000. 
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